With the advance of high-throughput technologies, large-scale genetic studies have been popularly used to uncover novel genes predisposing to complex traits. During the past decade, numerous genes have been identified through genome-wide association, exome-sequencing, and whole-genomesequencing studies, some with compelling biological plausibility for a role in complex traits. Despite such success, for most complex traits, identified genes so far have only explained a small fraction of total phenotype variation.
